Table S1. Annotation of TCSs from S. salivarius HSI1SS4

S. salivarius HS1SS42

S. thermophilus LMD-9

S. pneumoniae R6

S. pyogenes M1

S. mutans UA159

Locus_tag Gene Product Locug_tag / gene bname Locus_tag / gene name  Locus_tag / gene name  Locus_tag / gene name
name %QC | %ld %QC / %ld %QC / %ld %QC / %ld

HSISS4 00246 covR  RR CovR STER_?OS(?%ES /rr01 SPR_Rlso%lzjg / csrR SPY_RE)%l/Sgg / csrR SMU_RgSgO%gS / gcrR
HSISSA 00247 covs  HK Covs  °' R o01730 /KO ND ¢ SPY_RS01540 csr$ ND
HSISS4 01097 ciaR  RR CiaR po SPR_RSS?%@O / C.IaR SPY_IR;%%S/lgg / c.laR SM U_I:?ngf;28060 / c-laR
HSISS4 01096 ciaH HK CiaH @ SPR_R§81’;54685 / ciaH SPY_RggS/lSYZS / ciaH SMU_R(;O/S%E;{S / ciaH
HSISSe 01036 spaR  RR TR T ST R S e s
HSISS4 01035 spaK HK STER_I;%M;SSE;S / hk04 SPR_Rgg(;422é) / pnpS SPY_R783(34/152%O / strK SMU_RgSé)Z/%i%S / spaK
HSISS4_00836 vicR RR VicR STER_Il?gé)EISg%O / rr05 SPR_R§§?58205 / vicR SPY_RE)(())Z/ZSE / vicR SMU_?SS?E;E;S / vicR
HSISS4 00837 vick  HK vicK STER_F12§8?59125 / hk05 SPR_RSSE;E;ZZO / vicK SPY_RQS(%Z;AO / vicK SM U_R9820/6§20 [ vicK
HSISS4 01178  hk06 HK STER_?SS?%%S / hk06 SPR_RSg?lngS / hk11 ND SMU_R98€§3/7(£5 / hk12
HSISS4 01177  rr06 RR STER_T(?(?(/S?)S,O / rr06 SPR_Rls()(())g/lég /rrll ND SMU_RgS;JO/?giO/ rrl2
HSISS4 01193  rr07 RR STER_Il?OSé)(/SggO / rr07 SPR_IR;SO(())7/3§é) /rr01 ND SMU_?SSL}%;O/ rr08
HSISS4 01192  hk07 HK STER_T(?(())E/S%%S / hk07 SPR_R§27/36255 / hk01 ND SMU_R%)?%;S / hk08
HSISS4 01345  liaS HK LiaS @ SPR_R§§)1/74880 / hk03 SPY_RgSgO;‘)gO / II.aS SMU_R981()/2§§5 / hk11
HSISS4 01344  liaR RR LiaR STER_?(%)(/S%:;O /rr08 SPR_R;(}):}??E?LS /rr03 SPY_RSS?;%S [ liar SMU_RgSgO/ZgiO/ rrll
HSISS4 00378  rr09 RR STER_I;S70/8?E)é30 / rr09 SPR_R3833;785 /rrl3 ND SM U_Rgg??lo / comE



HSISS4_00379
HSISS4_00352
HSISS4_00353
HSISS4_01248
HSISS4_01247
HSISS4_01715
HSISS4_01716
HSISS4_01231
HSISS4_01230
HSISS4_01447

HSISS4 01446

hk09

rrl0

hk10

vncR

vneS

fasA

fasB

rrl3

hk13

rrl4

hk14

HK

RR

HK

RR VncR

HK VncS

RR

HK

RR

HK

RR

HK

STER_RS08085 / hk09
95/30

ND
ND
ND
ND
ND
ND
ND
ND
ND

ND

SPR_RS02380 / hk13
96/33

ND

ND

SPR_RS02675 / vncR
100/ 71
SPR_RS02680 / vncS
99/53

ND

ND

SPR_RS10180/ rr06 /
87/33
SPR_RS10175 / hk06
72125
SPR_RS10400 / comE /
96/33
SPR_RS10405 /comD /
56 /31

SPY_RS06655 / hk
84126
SPY_RS03640 / sptR
99 /60
SPY_RS03645 / sptS
100/ 56
SPY_RS08395 / irr
99/38
SPY_RS08390 / ihk
96/ 26
SPY_RS01155 / fasA
99/56
SPY_RS01150 / fasB
98/25

ND
ND
ND

ND

SMU_RS08705 / comD
92/38
SMU_RS04280 / rr04
100/ 60
SMU_RS04285 / hk04
100/53

ND
ND
ND

ND

SMU_RS04780/ rr07
100/ 74
SMU_RS04775 / hk07
91/69

ND

ND

aThe TCS number 01 to 09 assigned to S. salivarius HSISS4 was based on previous TCS annotation from S. thermophilus LMD-9 (1). TCS annotation is

based on gene names assigned to orthologous systems in S. pneumoniae R6 (2), S. pyogenes M1 (3), and S. mutans UA159 (4)
b06QC, percentage of query covering, %ld, percentage of identity.

¢ ¥, pseudogene.

4 ND, not detected.
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